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der Harst et al. (9) report their commendable analysis of the genetic architecture of ventricular mass using ECG traits and a genome-wide association study (GWAS) approach, including data from 24 large international cohorts and more than 70,000
individuals. The authors report 52 loci that were associated with at least 1 of 4 ventricular mass-related ECG traits of interest. However, as highlighted in Table 1 , the analysis of data from QRS traits alone lacks sensitivity and specificity. Additional analysis Moreover, experimental results indicate that suppressing the expression of some of these genes caused severe cardiac defects in Drosophila models.
There are several issues related to this work that warrant specific comment. First, we must address the (7) performed at a matched specificity of 95% and on the basis of autopsy data. ‡Correlation with left ventricular mass in autopsy specimens according to Molloy et al. (7). §Correlation with left ventricular mass measured by CMR according to Carlsson et al. (7). ǁWhen using the Cornell leads voltage criterion.
CMR ¼ cardiac magnetic resonance; NA ¼ data not available.
FIGURE 1 Loci Overlap
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There is varying overlap between the 52 loci associated with left ventricular (LV) mass (9) and other cardiovascular-related traits, on the basis of data from the catalog of published genome-wide association studies (10) . ECG ¼ electrocardiogram.
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